The 32 peaks from the HPLC procedure were taken to determine average molecular weight, together with purity, as shown in Figs. S1 to S32. The complete sequences of native AOPs with good purity were then analyzed by Edman degradation and the detailed sequences are shown in Fig. 2. a. TMW, theoretical average molecular weight calculated at Peptide Mass b. OMW, observed average molecular weight achieved by mass-spectrometry analysis Figure S1 . The second RP-HPLC purification of AOPs from skin secretions of O. andersonii A-N showed the 14 peaks from first RP-HPLC ( Fig. 3G ) purification procedure were applied to a C18 RP-HPLC column pre-equilibrated with 0.1% (v/v) TFA in water, and elution was achieved by a linear gradient (0-100% in 200 min) of 0.1% (v/v) TFA in ACN at a flow rate of 1 mL/min and was monitored at 215 nm. The identified AOPs were named as Andersonin-AOPs and showed by an arrow. A-E showed the 5 peaks from first RP-HPLC ( Fig. 3H ) purification procedure were applied to a C 18 RP-HPLC column pre-equilibrated with 0.1% (v/v) TFA in water, and elution was achieved by a linear gradient (0-100% in 200 min) of 0.1% (v/v) TFA in ACN at a flow rate of 1 mL/min and was monitored at 215 nm. The identified AOPs were named as Wuchuanin-AOPs and showed by an arrow. 
